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Table S1 Data collection and refinement statistics 
 
 MjGet3 P21 MjGet3 P21 Se-Met MjGet3 P2 
Data collection    
Space group P21  P21 P2  
Cell dimensions      
    a, b, c (Å) 85.74, 76.87, 127.81 86.71, 76.54, 128.12 72.02, 149.69, 72.96 
    α, β, γ (°)  90.00, 108.83, 90.00 90.00, 108.82, 90.00 90.00, 94.19, 90.00 
Resolution (Å) 50.00-3.30 (3.48-3.30)† 50.00-3.80 (4.01-3.80)† 50.00-3.19 (3.36-3.19)† 
a*=3.3, b*=2.9, c*=3.4‡ 
Rmerge 15.1 (71.2) 26.4 (70.4) 9.5 (69.0) 
I / sI 6.3 (2.1) 8.3 (3.4) 8.5 (1.3) 
Completeness (%) 96.2 (95.0) 99.9 (100.0) 95.3 (92.1)/72.8‡ 
Redundancy 3.1 (2.9) 8.6 (8.7) 2.9 (2.8) 
    
Refinement    
Resolution (Å) 42.9-3.3  43.3-2.9 
No. reflections 23,079  24,795 
Rwork / Rfree 25.1/28.6  27.0/29.6 
No. atoms 9,822  9,910 
    Protein 9,708  9,794 
    Ligand/ion 114  116 
    Water 0  0 
B-factors 87.8  77.2 
    Protein 88.1  77.4 
    Ligand/ion 66.2  59.9 
    Water -  - 
R.m.s. deviations    
    Bond lengths (Å) 0.017  0.006 
    Bond angles (°) 1.52  1.07 
†Values in parentheses are for highest-resolution shell. 
‡High resolution limits or values after anisotropy correction 
 	  	  
Mjann --------------------------MLSKIKDSINSLRG
*
ITEKKLEKKDGTKYIMFGGKGGVGKTTMSAATGVYLAEKG--LKVVIVSTDPAHSLRDIF    72
Mmar7 -------------------------MVLSKLKE---SLKGITAKKLEKENGTKYIMFGGKGGVGKTTMSAATGIYCAEQG--MKTVVVSTDPAHSLRDSF    70
Hvol1 MDIDVEPTERPDADEDDDAGDDGPAEIEVEVTDPDEVTSTDTEGLPDGIDAPDYVLYGGKGGVGKTTMAAATALASAADG--TATLVVSTDPAHSLSDTL    98
Hsapi ---------------MAAGVAGWGVEAEEFEDAPDVEPLEPTLSNIIEQRSLKWIFVGGKGGVGKTTCSCSLAVQLSKGR--ESVLIISTDPAHNISDAF    83
Scere ---------------------------------MDLT-VEPNLHSLITSTTHKWIFVGGKGGVGKTTSSCSIAIQMTLSQPNKQFLLISTDPAHNLSDAF    66
Hvol2 --------------------------------------------------MRKFVFFGGKGGVGKTTMSSAYAVKCARDG--VRTLLVSTDPAHSTSDVF    48
Tkoda -----------------------------------------MREFFLPKKDYRVVFFIGKGGVGKTTSSAAAAVALADKG--YRTLIVSLDPAHNLGDVL    57
1F48N --------------------------------------------MQFLQNIPPYLFFTGKGGVGKTSISCATAIRLAEQG--KRVLLVSTDPASNVGQVF    54
1F48C ---------------------------------RPDIPSLSALVDDIARNEHGLIMLMGKGGVGKTTMAAAIAVRLADMG--FDVHLTTSDPAAHLSMTL    65
1...,         ...10....,...20....,...30....,...40....,...50.... ,...60....,...70..
..,...80....,...90....,.. 100
Mjann EQEFGHEPTKVKGYDNLYVVEIDPQ-KAME-----------EYKEKLKAQIEE----NPFLGE-----------------------MLEDQLEMAALSPG   133
Mmar7 EQSFGHEPTKVNGMENLYVVEIDPE-VAMS-----------EYKEKLKSQMDE----NPMMGG-----------------------MLEDQLEMASLSPG   131
Hvol1 GVPVPNKPSRIREEIPLYAAEIDPD-AVMEGPFAGGDGADEGFDDETDFETGEYDDDNPFAGGGSGDADSPFGGMGGGMGGLEDLLGGDGPMGMGGPMPG   197
Hsapi DQKFSKVPTKVKGYDNLFAMRVG-----------------NDQSQDVANHRGKK-----DMGKK---------------------MMQEAMSAFPG----   136
Scere GEKFGKDARKVTGMNNLSCMEIDPS-AALK--------DMNDMAVSR
A
NNNGSDGQ-GDDLGSL---------------------LQGGALADLTGSIPG   135
Hvol2 DQSFTDEPAAVADEPNLDAMEIDPE-TEVR-----------EHLMETKRAMGDQ--VSPAMVN-----------------------EIDRQIEMAHQTPG   111
Tkoda MEKLSDKPKKIAEN--LYASELDMEK-LIKS-----------YLKHLEENLKHMYRYLTVIN-------------------------LEKYFEVLSFSPG   118
1F48N SQTIGNTIQAIASVPGLSALEIDPQ-AAAQQ-----------YRARIVDPIKGV---LPDD--------------------------VVSSINEQLSGAC   113
1F48C NGSLNN----------LQVSRIDPH-EETER-----------YRQHVLETKGKE---LDEAG--------------------------KRLLEEDLRSPC   114
. ...,..110... .,..12 0....,..130...
.,..140....,..15 0....,..160....,..170....,..180....,..190....,..200
Mjann TDESAAFDVFLKYMDS------NEFDVVIFDTAPTGHTLRFLGMPEVMDKYMTKLIKLRKQMSGFMKMMKKLLPFG---------GKDEDIDYDKMLEEL   218
Mmar7 TDESAAFDVFLKYMDS------DEFDIVVFDTAPTGHTLRFLGLPEIMDKYMTKMIKFKKQMSGFMNMMKKVMPFG---------GKGEDVDYDKALEEM   216
Hvol1 ADEAAAMQQLLEYMDD------PRFDRVVVDTAPTGHTLRLLELPELMDSMLGRIARMRQRFSGMMDNLKGMFG-------------GAPDDPQAGMADL   278
Hsapi -DEAMSYAEVMRLVK------GMNFSVVVFDTAPTGHTLRLLNFPTIVERGLGRLMQIKNQISPFISQMCNMLG-------------LGDMNADQLASKL   216
Scere IDEALSFMEVMKHIKRQEQGEGETFDTVIFDTAPTGHTLRFLQLPNTLSKLLEKFGEITNKLGPMLN---SFMG-------------AGNV---DISGKL   216
Hvol2 AYESALFDRFIDVMRSA-----DEYDRVVFDTSPTGGTLRLLSLPEYLDGWIQRLLHKRKES--VKLFERAAIGNN---------EPRRMMDGDPIIARL   195
Tkoda IEEYATLEAVKEILMKG-----DEWDVIVFDTPPTGLTLRVLALPRISLIWTDKLIEIRRAILERRAAIANIHGEQEFVVEGERIKLPTKEEEDPVMKEL   213
1F48N TTEIAAFDEFTGLLTDAS--LLTRFDHIIFDTAPTGHTIRLLQLPGAWSSFIDSNPEGASCLG--------------------------------PMAGL   179
1F48C TEEIAVFQAFSRVIREAG------KRFVVMDTAPTGHTLLLLDATGAYHREIAKKMG-------------------------------------------   165
... .,..210....,..2
20....,..230....,..240....,..250....,..260....,..270.... ,..280 ....,..290....,..300
Mjann EKMKERIVRARNILSDPERTAFRLVVIPEEMSILESERAMKALQKYGIPIDAVIVN----------QLIPED------VQCDFCRARRELQLKRLEMIKE   302
Mmar7 EVMKERITKARGILANPDRTAFRLVVIPEEMSILESERAMQALNKFKIPVDSVIVN----------QIIPED------VECDFCRARRSLQEKRLELVKE   300
Hvol1 DDLRERIERLRAVLRDPTRTDFRVVMIPEEMSVVESKRLVSRLDEFDIPVQTLVVNRVMESVEDVANVDPEWIESPDLENCGFCQRRWQVQQDALRSATN   378
Hsapi EETLPVIRSVSEQFKDPEQTTFICVCIAEFLSLYETERLIQELAKCKIDTHNIIVN------------QLVFP--DPEKPCKMCEARHKIQAKYLDQMED   302
Scere NELKANVETIRQQFTDPDLTTFVCVCISEFLSLYETERLIQELISYDMDVNSIIVN------------QLLFAENDQEHNCKRCQARWKMQKKYLDQIDE   304
Hvol2 EQRRDDFSFAKETLR--DDAAFFLVVNPDELSLRETERAIDQLDDYGLDVRGLAVN----------RLTPEPDPEESGRGATFLRERVKTEREHLDGLRE   283
Tkoda KAYRKEVAFVESVLTDPDKTSVVAVMNPEMLPLYETERAYESLKKFRIPFNMIVMN----------------KVFELKGEVPELKAKLEAQERVLMEVSE   297
1F48N EKQREQYAYAVEALSDPKRTRLVLVARLQKSTLQEVARTHLELAAIGLKNQYLVIN--------------GVLPKTEAANDTLAAAIWEREQEALANLPA   265
1F48C --EKGHFTTPMMLLQDPERTKVLLVTLPETTPVLEAANLQADLERAGIHPWGWIIN---------------NSLSIADTRSPLLRMRAQQELPQIESVKR   248
..
..,..310....,..320....,..330....,..340....,..350
Mjann KFGDKVIAYVPLLRTEAKGIETLKQIAKILYGEEEKEEQKIEQKVGQ---   349
Mmar7 KFGDKVIANLELLRTEAKGLEVLKEIAHKLYTES-KSEEKEEVIVA----   345
Hvol1 LFRGRDVKRVPLLAEQVQGEDALRVVATCLD-------------------   409
Hsapi LYEDFHIVKLPLLPHEVRGADKVNTFSALLLEPYKPPSAQ----------   342
Scere LYEDFHVVKMPLCAGEIRGLNNLTKFSQFLNKEYNPITDGKVIYELEDKE   354
Hvol2 NFSPPLVAAVETRVAEVKG-DFLGEVAAELDIDTAPDVQ-----------   321
Tkoda KFKGVDIVKIPIFPEEPRGVERLRELGGAIIGER----------------   331
1F48N DLAGLPTDTLFLQPVNMVGVSALSRLLSTQPVASPSSDEYLQQ-------   308



































































Suloway et al. 2009
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Weak - R75A (T81), L117S (L117), A125S (M127), I136S/D (T134),
D137A (D135), E138A (E136), L140S (A138), M143S (D141), R175A (R167),
L219S (M221), E245A (E247), M294S (L292), K297A (K295)
Moderate - K69A (E75), S141A (A139), H172A (H164), S248A (S250),
E258A (A260), E320A (E318) 
Strong - K26A/R (K34), G30R (G38), D64A (D70), E87A (E93), F246A (E248), L247S (M249), Y250A (L252), E251A (E253),
E253A (E255), D265A (P267), C285T-C288T (C283-C286), R291A (R289), Y298A (R296)
ATPase - I136D (T134), A139D (S137), M146D (L144), L219D (M221), V223D (I225) 
TA-protein binding - F190D (L182), I193D (L185), L201D (M193), F204D (M196)
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(μM) 0.2 0.6 1.0 9.0 - 0.2 0.6 1.0 8.0
Get3 conc.
(μM) - 0.07 0.21 0.70 2.1 0.07 0.21 0.70 2.1
C
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